[Modeling of all genome and database].
We have developed the protein modeling software FAMS (Full automatic protein modeling system), and using the FAMS the proteins coded in the all the genes were modeled. And we developed web browsing software. We had participated in the CAFASP2 contest of the CASP4 which is the competition of the protein structure prediction. We won almost best server in the CAFASP2 which is the contest of full automatic protein modeling. Accordingly the database quality made by using the FAMS program will be very good. The FAMS modeling web service is available in http://physchem.pharm.kitasato-u.ac.jp/. FAMSBASE is seen in the web site of http://famsbase.bio.nagoya-u.ac.jp/.